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Description automatically generated]S Figure 1: Different Cut site analysis of SARS COV-2 spike glycoprotein
[image: Figure3] Figure 2: Binding interaction site analysis between Cut 1,2,3,4 and ACE Receptor .
[image: figure 4] S Figure 3: Depicts the binding sites for Cut 4 Main unmutated with ACE 2 receptor and the resultant interaction in the case of Single Mutation, Double Mutation and Triple mutation induced in Cut 4 with the same.
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ACE2 — nCoV2(fragment) binding

Displacement occurred at the attachment site of F486
and T478 but T500, R489 attachment still remain as
binding of cut structure was weak or nun at these loca-
tion (T500, R489) CUT 1 swi
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tion of cut attachment. Others are in different places.
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